Supplementary Figure Legends
species. The gene tree was inferred The gene tree was inferred from a concatenated alignment of 14 single-copy, orthologous genes (atp6, atp8, atp9, nad1-nad6, nad4L,cob, cox1-cox3) . RAxML v.7.2.6 (Stamatakis 2006) was used assuming the
LG substitution matrix and default parameters. On the right side of each taxon name is a series of colored boxes representing the mt gene order according to GenBank annotation. Bootstrap support appears next to each node. Branch-specific GOL values are shown next to each species name and they are estimated by minimizing the Model 1: GOC = 1 -√αt. Model 2: 1/GOC = αt +1. Model 3: GOC = p t , where parameter α is adjusted by regression and t is the patristic distance between the two compared taxa. 
